ABSTRACT Here, we present draft genome sequences of 29 Cronobacter sakazakii isolates obtained from foods of plant origin and dried-food manufacturing facilities. Assemblies and annotations resulted in genome sizes ranging from 4.3 to 4.5 Mb and 3,977 to 4,256 gene-coding sequences with GϩC contents of ϳ57.0%.
pump-related proteins belonging to the acrAB operon, the resistance-nodulationdivision, the major facilitator superfamily, ABC-type drug transport, and bicyclomycin resistance families. Heavy metal resistance genes and gene clusters involved in copper, hydroperoxide, fusaric acid, and tellurite resistance were also found. An albicidin (a phytotoxin that inhibits DNA gyrase in chloroplasts) resistance protein (11, 15) was observed in all the strains. Furthermore, all strains possessed an operon encoding a xylose utilization pathway, supporting the hypothesis that plants may be the ancestral econiche for Cronobacter spp., as posited by Chase et al. (11) and Schmid et al. (12) . However, the size of this gene cluster varied among the strains.
These results add to the growing number of genomes of Cronobacter strains which have plant origins. The availability of genomic information from these strains will provide a better understanding of the genetic features linked to plant association and expands insights into the evolutionary history of this important foodborne pathogen. Accession number(s). The C. sakazakii genome sequences were submitted to NCBI GenBank under BioProject number PRJNA258403 (Cronobacter GenomeTrakr Project, FDA-CFSAN), and their accession numbers are listed in Table 1 .
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